[Searching for similar nucleotide sites of genomic sequences of phytopathogenic viruses].
Computational search for similar nucleotide sites in genomes of plant viruses was performed by successive comparison of two genomic sequences with increasing the displacement of their initial positions. Parameter limits of non-random nucleotide coincidence in sequences were determined, presence of similar nucleotide sites in phylogenetically different viral genera was shown, a taxonomy of lisianthus necrosis virus was specified, localization peculiarity of similar nucleotide sites in viral genomes was revealed.